A computer program has been written for off-line calculation of relative and absolute percentages of the five serum protein fractions usually seen on cellulose acetate electrophoretograms, with use of manually observed peak heights on densitometer scans. With myeloma-like peaks, both peak height and width at half-peak height must be measured. Routine application of the program saves technician time and decreases the number of large random errors.
ComputerCalculationof Serum Protein Electrophoresis, Basedon Peak Height Measurements
Sylvan M. Sax and John J. Moore A computer program has been written for off-line calculation of relative and absolute percentages of the five serum protein fractions usually seen on cellulose acetate electrophoretograms, with use of manually observed peak heights on densitometer scans. With myeloma-like peaks, both peak height and width at half-peak height must be measured. Routine application of the program saves technician time and decreases the number of large random errors. Z was varied to find the curve giving the best visual fit over the full range of albumin values.
C=MHz+B
( 1) where C is the calculated densitometer count; H is the peak height in mm; M is the slope of the linear portion of the curve; and B, the C intercept.
Similar procedures were followed for deriving equations for the ai-, a2-, and $-globulin peaks. However in the case of the y peaks, B turned out to be rather large. This most likely results from incorporating counts from the small extra peak, which sometimes appears at the point of application, into the gamma fraction. 
(6)
These calculations were valid only if the usual shape of the peak is not altered by the presence of an M-protein.
When such is observed, the esti- Figure 1 . A specimen number of 0 is assigned to control sera. 
Results and Discussion

